We report the sequence of 3.5 kb of the right end of the adenovirus type 12 genome, containing the entire coding capacity of early region 4. The nucleotide sequence was determined by the Sanger dideoxy method (1). 189 bp of the right ITR of Ad 12 published by Shinagawa and Padmanabhan (2) show 98% homology with the equivalent region of our nucleotide sequence and a high degree of homology with region E4 of the in vivo nononcogenic adenovirus types 2 and 5 (3, 4). The theoretical amino acid sequences corresponding to the various open reding frames are indicated. The putative TATA-box at nt 283 and the poly (A) addition site of region E4 at nt 2960 are underlined. The putative poly (A) addition site of the fiber mRNA transcribed 121
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We report the sequence of 3.5 kb of the right end of the adenovirus type 12 genome, containing the entire coding capacity of early region 4. The nucleotide sequence was determined by the Sanger dideoxy method (1) in opposite direction from the complementary DNA strand is located at nt 2998. Cloning of specific, complex spliced mRNAs transcribed from early region E4 using PCR and analysis of specific gene products are under investigation.
